S3
. Secondary structures as a function of simulation time for hIAPP monomer calculated by DSSP in the absence (A, B and C) and presence (D, E and F) of brazilin.
The vertical coordinate represents the residue number of hIAPP monomer, and the secondary structure is color-coded. The structures are analyzed every 0.2 ns. Figure S9 . The initial β-sheet structure of hIAPP pentamer was disrupted by brazilin molecules based on the MD simulations. The illustrations of the snapshot are the same as those described in the caption to Figure S1 .
